K'aw Sequence Listing Error Summary 



SERIAL NUMBER; 



tER: 



- ERROR DETECTED SUGGESTED CORRECTION 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 

1 Wrapped Nucleics The numberAext at the end of each line "wrapped" down to the next line. 

This may occur if your file was retrieved In a word processor after creating it. 
Please adjust your right margin to .3, as this will prevent *\vrapping". 



Wrapped Aminos The amino acid-numberflext at the end of each line "wrapped " down to the next line. 

This may occur if your file was retrieved in a word processor after creating it. 
Please adjust your right margin to .3, as this will prevent "Vvrapping". 



Incor/ect Line Length The rules require that a line not exceed 72 characters In length. This includes spaces. 



Misaligned Amino Acid 
Numbering 



The numbering under each 5th amino acid is misaligned. This may be caused by the'use of tabs 
between the numbering. It is recommended to delete any tabs and use spacingT^tween fhe numbers. 



Non-ASCII This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text^so that it can be processed. 

Variable Length Sequence(s) contain n*s or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 



Patentln ver. 2.0 "bug" 



A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequence(s) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. 



Skipped Sequences 
(OLD RULES) 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERJSTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 

This sequence is intentionally skipped \ 



Please also adjust the "(in) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 



10 



Skipped Sequences 
(NEW RULES) 



Use of n's" or Xaa's 
(NEWf&llft)' 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
*400> sequence id number 
000 

Use of n's and/or JCaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



11 Use of <213>Organism Sequence(s). 

(NEW RULES) 



are missing this mandatory Held or its response. 



12 Use of <220>Feature 

(NEW RULES) 



Sequence(s) are missing the <220> Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>ORGANISM is "Artificial" or "Unknown" 
Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63*. No. 104, pp. 29631-32) (Sec. 1.823 of new Rules) 
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Patentln ver. 2.0 "bug" 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 
■fite'Te'SfJlting in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager" or any other means to copy file to floppy disk. 



AKS-Btotechnology Systems Branch- 5/1 5/99 
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OIPE 

RAW SEQUENCE LISTING DATE: 11/21/2000 P\nGS **P 

PAT E NT AP P L1C AT ION: US/09/7 05 , 5 0 0 T I ME : .1 7 : 2 2 : 4 5 U U 0\SK©^ 

Input Set : A:\Dex-8 71.app 

Output Set: N:\CRF3\11212 00 0\I7 0 5500.raw 

3 <110> APPLICANT: Recipon , Herve Vt 

4 Mac in a, Roberto A. \ 

5 Chen, Se.i.-Yu 

6 Sun, Yongming 

8 <1 20> TITLE OF INVENTION: A Novel Method of Diagnosing , Monitoring, Staying, 

9 Imaging and Treating Cancer 
11 <130> FILE REFERENCE: DEX-0087 

C--> 13 <140> CURRENT APPLICATION NUMBER: US/09/705,500 
C--> 14 <141> CURRENT FILING DATE: 2000-11-03 

16 <150> PRIOR APPLICATION NUMBER: 60/163,444 

17 <151> PRIOR FILING DATE: 1999-11-04 
19 <160> NUMBER OF SEQ ID NOS : 5 

21 <170> SOFTWARE: Patentln Ver. 2.1 

23 <210> SEQ ID NO: 1 

24 <211> LENGTH: 5 03 

25 <212> TYPE: DNA 

26 <213> ORGANISM: Homo sapiens 
2B <4 0 0> SEQUENCE: 1 

29 ctatatatgt atctacaata oatatatcta oacatacaga aagaagcagt: tctcacaatg 6 0 

30 ttgctagttt tttgettetc tttcccccac cctactocct ccaattcccc cttaaacttc 120 

31 caaagcttcg tcttgtgttt getgeagagt gatteggggg ctgacctaga ecagtttgea 180 

32 tgattcttct cttgtgattt ggttgcactt tagacatttt tgtgccatta tatttgeatt 24 0 

33 atgtatttat: aatttaaatg atatttaggt; ttttggctga gtactggaat aaacagtgag 300 

34 catatctggt atatgtcatt atttattgtt aaattacatt: tttaagctcc a t:g tgcatat 3 60 

35 aaaggttatg aaacatatca tggtaatgac agatgeaagt tattttattt gcttattttt 4 20 

36 ataattaaag atgecatage ataatatgaa gcotttggtg aattccttct aagataaaaa 400 

37 taataataaa gtgttacgtt tta 503 
4 0 <210> SEQ I'D NO: 2 

41 <211> LENGTH: 3 7 62 
4 2 <212> TYPE: DNA 

4 3 <213> ORGANISM: Homo sapiens 03 
4 5 <4 0 0> SEQUENCE: 2 [71 
4 6 ggtgycagca gcagcatcac aegtaacaac aacaaaaaaa aatcctcatc aaatcctcac 60 

47 ctaagctttc agtgtatcca gatocacatc ttcactcaag ccaggagagg gaaagaggaa 120 I 



43 aggggggcag gaaaaaaaaa aaacccaaca acttagegga aacttctcag agaatgetec 100 

4 9 aaaactcagc agtgcttctcj gtgctggtga Lcagtgcttc tgcaacccat gaggeggage 24 0 

50 agaatgactc tgtgagoccc aggaaatcec gagtggcggc tcaaaactca gctgaagtgg 300 

51 ttcgttgcct caacagtget ctacaggtcg getgegggge ttttgcatgc ctggaaaact 360 

52 ccacctgtga cacagatggg atgtatgaca tctgtaaatc cttcttgtac agegctgeta 420 

53 aatttgaeac Lcagggaaaa geattegtea aagagagett aaaatgeate gecaaegggg 480 

54 tcacctccaa ggtcttcctc gecattegga ggtgctccae tttccaaagg atgattgctg 54 0 

55 aggtgcagga agagt.gctac agcaagctga atgUgtgcag catcgccaag cggaaccctg 600 

56 aagocatcac tgaggtcgtc cagctgccca atcacttctc caacagatac tataacagac 66 0 

57 ttgtccgaag cctgctggaa tgtgatgaag acacagtcag eacaatcaga gaeagectga 720 

5 8 Lggagaaaat tgggectaac atggccagcc tcttccacat cctgcagaca gaccactgtg 78 0 

59 cccaaacaca cccacgayct gacttcaaca ggagaegcao caatgagecg cagaagctga 840 

60 aagtcctcct caggaacctc cgaggtgagg aggactctcc ctcccacatc aaaegcacat 900 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/7 0 5,5 00 



DAIJ3: 
TIME: 



.11/21/2000 
17:22:45 



W--> 
W-- > 



W-- > 

w--> 



Input; Set : 
Output Set: 



A: \Dex-871 . app 

N:\CRF3\11212OOO\I7 0 55OO .raw 



accagayaat ettaaggtct 
ataaattcca gaggactctg 



61 cccatgagag tgcataacca 
6 2 taggggtgtt gacacaccag 
6 3 ttcctatttt ctatccccct 
64 cccaacattc tgcaatggca 

6 5 cctcagyaga aagtaccctc 

66 tgagaccacc cccaaacaca 

67 gtgyatccct ttagaacggt 
6B tgeatytctt aaatyctcat 

69 ccatggacga atatgaatgt 

70 ggtcttgatc ctccaatgtc 

71 gyctgtccaa ceagactttg 

7 2 acatctttac gtactgtaac 
7 3 
74 

7 5 tttagttttg taacttayct 
7 6 ccaqatatcc acataaatgc 
7 7 tttaattcaa caLcaaaact 
78 atctgaagga ccccaqgtaa 

7 9 ttgacttaya cctatactga 

80 aaagagcacc ctatqggctt 

81 aytggcaytt ctttaetcgt 

8 2 gggt:gggaga ctttccatta 

83 tccgggggac ttygggctya 

84 ttctcttaca ttttcgtcct 
8 5 a_£ctctgtag gatcgtaaaa 

86 Amnnnfctgg^' ggttgatcat 

87 aacgactaac ctatctatga 
8 8 agtcccttat gagcgtcact 

8 9 aggggtagga ctgcaggggc 

90 tctcact;agg ctaaactcaa 

91 gagagggcac atctccagaa 

92 cc^gtaacgt gctgctcaag 

9 3 fnnnnj caaaca' ttgctgcctt 
94 taagggcatt tttatactca 
9 5 ccttagcctc ttggaaatca 

96 acacttccca cccccaggca 

97 ytgttgtgtc cattttgcaa 

98 oagtattcct agcaaatttc 

99 (rtttj^tttttt (njtttttttgg 



gggagaggtt 
ttt Lgagtg L 
taaagaaaa t 
gcattcccac 
ttttaccaac 
aaaca ttcat 
tqccccagta 
aaaga tg tta 
caca tttgaa 
taattttctt 
agcctgca tc 
tgctcagagc 
aactgtggaa 
cttaaacaaa 
ttatttttct 
tccttgtggc 



a ttcacaacc 
actgtgccLg 
tgcatgaaac 
caacaaaatc 
ttcctctgcc 
gtaactctcc 
gagt t.agctg 
aa tgyaattc 
ttcttga tct 
tccgacacat 
ttcttgcatc 
tttaaaagta 
ta taaatagc 
gcagtatata 
tttcctgyga 
cttttttata 



taagatgyge ctgtatgaya 
gatgttaatc tcccagccca 
aagatctctg tcacatccaa 
gyaccactta cagtqtgata 
cccct ttcat cggtgcctgy 
aatcaatcag gaatgagtca 
gagagtataa ataaccctgg 
gtagcacg ct gcctgccaaa 
aaatagaaam nnnnnnnnnn nnnnnnnnnn 
ttctgccatg" <iLy LLfkcaa 
ocaacagtag tttctcaggg 



tcaccaaact 
gtttgatttt 
taygcttcty 
ca tgtgacca 
atgtttttcc 
agcca ttgta 
ataaqgaaac 
gtgttatgaa 
ctaa tgagct 
ttaccaaatt 
taa tyaaaaa 
tctttaacaa 
tqaaaactaa 
ataactttat 
atyyaataac 
actaaggggg 
caygaaaaac 
cctcaaccoa 
ctggaaattc 
agycctacta 
tactc tggca 
atcagccttt: 
yctgtccagc 
qtaq tcctqq 



ay ta tea ttt 
t ttaaay tag 
taatcaatat 

ttCtqCCtCt 

cctgc teecc 
a tttgaa gat 
tttatttaaa 
tctgtgctgg 
ag tgtcttat 
gcttgagcct 
caaaaagc ta 
ttgtcttaaa 
tytactg tac 
tgca ta tag a 
tatctcactt 
tagaagtagt 
caacaggttt 
gaggctaetc 
caggaacoaa 
tacat Lagga 
a a tga tga tg 
aggtctttag 222 0 
cttaatagac 2 280 
cayctggacc 2 340 



960 
1020 
108 0 
1.14 0 
1200 
126 0 
1320 

13 8 0 

14 4 0 
1500 
1560 
1620 
1680 
17 4 0 
1800 
1860 
1920 
1980 
2040 
2100 
2160 



100 
101 
102 
1 03 
104 
105 
106 
107 
108 
1.11 



cacga tga ta 
ttctcacaat 
ccttaaactt 
accagtttgc 
atatttgcat 
taaacagtga 
catgtgcata 
tgcttatttt 
taacjataaaa 
<210> SEQ 



tc tatatatg 
gttgctagtt 
ccaaagcttc 
atqattcttc 
tatgtattta 
gcatatctgg 
taaaggttat 
tataattaaa 
ataa taa taa 
ID NO: 3 



gcccaccaaa 
cactccaaac 
gatttgacca 
aaa tgaaaag 
gaccaagagc 
tgtccccaca 
gaactgtccc 
ggtagacca t 
aggctgactt 
acccaactaa 
tctctttctt 
ctgtgacctc 
ta tctacaat 
ttttgcttct 
gtcttgtgtt 
tct tg tga tt 
taa tt taa at 
tatatgtcat 



ggtcaatgtc 
tcgcttaggt 
aatcgagtga 
caa^ajC Muu L 
aafcttfmnnnn 
cagc ctL.taa - 



gatggcgacc 

tcac tgtcct; 
aagagaggaa 
agaaactatt 
tagggatcct 



nnnnnnnnnn 



a tccccagg t 
attctaagtt: 
ctctgaatca 
yccaggaccc 
cagttcagta 
ttcaaaccgt 
aeata tatct 
ctttccccca 
tgctgcagag 
tggttqcact 
ga tatttagg 
tatttattgt 
gaaacatatc atggtaatga 
gatgccatag cataatatga 
agtgttacgt tttattggtt 



gr-y Ly'cLy die 

ccccaaactt 
agac tct tec 
gaaaagcta t 
caa tgegaca 
gatttccttt 
ggtacccccc 
acaca tacag 
ccctactccc 
tgattcgggg 
ttagacattt 
tttttggctg 
taaattaca t 
cagatgeaag 
agcctttggt 
tc 



nnnnnnn nnn ) 2 4 00 
accarfnfetca 24 60 

tgancticaac 2 520 
gagagggagg 2580 
ggtgcttgac 2 64 0 
ggtgggagga 2700 
ocrtttaaaa 2760 
nnnnnn nnnn )2 820 
2880 



atcagattgt 

a tggacactg 
cctccctccc 
taaagtttg t 
ag tag ttcat 
tttctt/ntct 



294 0 
3 00 0 
3060 
3120 
3180 



cttttctccc 3 24 0 

aaagaagcag 3300 
tccaattccc 3 3 60 
gctgacctag 3420 
ttgtgccatt: 3 4 80 
agtactggaa 3 540 
ttttaagctc 3600 
ttattttatt 3 660 
gaattccttc 3720 
3762 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/705,50 0 

Input; Set : A:\Dex-871.app 

Output Set: N:\CRF3\11212000\l705500.raw 



DATE: .1 1/21/2000 
TIME: 17:22:4 5 



112 


<211> LENGTH: 24 7 
























1 1 3 


<212> TYPE: PRT 


























1.1 4 


<213> ORGANISM: 


Homo sapiens 


















U 5 


<400> SEQUENCE: 


3 
























1 17 


.Met Leu Girt Asn 


Ser 


Ala 


Val 


Leu 


Leu 


Val 


Leu 


Val 


He 


Ser 


Ala 


Ser 


118 


1 


5 










10 










15 




120 


Ala Thr His Glu 


Ala 


Glu 


Gin 


Asn 


Asp 


Ser 


va 1 


Ser 


Pro 


Arg 


Lys 


Ser 


12 1 


20 










25 










30 






12 3 


Artj Va 1 Ala Ala 


Gin 


Asn 


Ser 


Ala 


Glu 


Val 


Va 1 


Arg 


Cys 


Leu 


Asn 


Ser 


12 4 


35 








4 0 










45 








126 


Ala Leu Gin Val 


Gl v 

ri 


Cys 


Glv 


Ala 


Phe 


Ala 


Cvs 


Leu 


Glu 


As n 


Ser 


Thr 


127 


50 






55 










6 0 










129 


Cvs Asp Thr Asp 


Glv 


Met 


Tvr 


Asp 


He 


Cvs 


Lvs 


Ser 


Phe 


Leu 


Tvr 


Ser 


1.30 


6 5 




7 0 










7 5 










80 


132 


Ala Ala. L y s Phe 


Asp 


Thr 


Gin 


Glv 


LVS 


Ala 


P!ie 


Val 


Lvs 


Glu 


Ser 


Leu 


13 3 




85 










90 










95 




135 


Lvs Cys I le Ala 


As n 


Glv 


Val 


Thr 


Ser 


Lvs 


Val 


Phe 


Leu 


Ala 


He 




13 6 


100 










10 5 










110 






13 8 


Ary Cvs Ser Thr 


Phe 


Gin 


Arg 


Met 


Tie 


Ala 


Glu 


Val 


Gin 


Glu 


Glu 


C'v 


13 9 


115 








120 










12 5 








14 J 


Tvr Se r Lvs Leu 


Asn 


Va .1 


Cvs 


Ser 


He 


Ala 


TjY s 






Pro 


Glu 


A .1 a 


14 2 


130 






13 5 










14 0 










1 44 


lie Thr Glu Val 


Val 


Gl n 


Leu 


Pro 


Asn 


His 


Phe 




Asn 




Tvr 


Tvr 


J. 4 5 


14 5 




15 0 










155 










160 


1 4 7 


Asn Ary Leu Val 


Arg 


Ser 


Leu 


Leu 


Gl u 


Cvs 


Asp 


Glu 


Asp 


Thr 


Val 


Ser 


14 8 




165 










17 0 










17 5 




150 


Thr He Arg Asp 


Ser 


Leu 


Met 


Glu 


LV S 


He 


Gly 


Pro 


Asn 


Met 


Ala 


Ser 


151 


180 










18 5 










190 






153 


Leu Phe His lie 


Leu 


Gin 


Thr 


Asp 


His 


Cvs 


Ala 


Gin 


Thr 


His 


Pro 


Arg 


1 5 4 


195 








200 










205 








156 


Ala Asp Phe Asn 


Arg 


Arg 


Arg 


Thr 


Asn 


G lu 


P ro 


Gin 


Lys 


leu 


I vs 


val 


157 


210 






215 










220 










159 


Leu Leu Arg Asn 


Leu 


Arg 


Gly 


Glu 


Glu 


Asp 


Ser 


Pro 


Ser 


His 


He 


.Lvs 


160 


225 




230 










235 










24 0 


X 2 


Arg Thr ser His 


Glu 


Ser 


Ala 




















163 




245 
























16 6 


<210> SEQ ID NO: 


4 
























167 


<211> LENGTH: 20 
























16 8 


<212> TYPE: DNA 


























.16 9 


<213> ORGANISM: 


Homo sapiens 


















171 


<400> SEQUENCE: 


4 
























172 


tctaygtcag ccccegaatc 






















175 


<2I0> SEQ ID NO: 


5 
























17 6 


<211> LENGTH: 22 
























177 


<212> TYPE: DNA 


























178 


<213> ORGANISM : 


Homo sapiens 


















180 


<4 00> SEQUENCE: 


5 
























i a i 


cctccaattc ccccLtaaac tt 





















20 
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I 

CD 
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VERIFICATION SUMMARY 

PATENT APPLICATION : US/09/7 05,500 



I) AT 15: .1 1/21/2000 
TIME: 17:22:46 



L:13 M:270 C 
L:14 M:271 C 



Input; Set : A:\Dex-871.app 

Output Set: N:\CRF3\11212000\l705500.raw 

Current Application Number differs, Replaced Application Number 
Current Filing Date differs , Replaced Current Filing DaLe 
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